Here we present the Pop-Gen Pipeline Platform (PPP), a software platform 12 with the goal of reducing the computational expertise required for conducting 13 population genomic analyses. The PPP was designed as a collection of scripts 14 that facilitate common population genomic workflows in a consistent and stan-15 dardized Python environment. Functions were developed to encompass entire 16 workflows, including: input preparation, file format conversion, various popu-17 lation genomic analyses, output generation, and visualization. By facilitating 18 entire workflows, the PPP offers several benefits to prospective end users -it 19 reduces the need of redundant in-house software and scripts that would re-20 quire development time and may be error-prone, or incorrect. The platform has 21 also been developed with reproducibility and extensibility of analyses in mind. 22 The PPP is an open-source package that is available for download and use at 23 https://ppp.readthedocs.io/en/latest/PPP_pages/install.html 24 Since the advent of genomics, population genetics has quickly become domi-26 nated by complex statistical and computational methodologies [1, 2]. An un-27 fortunate consequence of this fact is that many investigators lack the necessary 28 resources -computational, and time -to independently implement many of these 29 methodologies. This inevitably requires investigators to select from a plethora 30 of software (i.e. analytical tools) that have been developed by other researchers.
Introduction
these reasons, analyses based on such pipelines are often difficult or impossible 48 to completely replicate [6, 7] , which is an issue of growing concern in research 49 [8] . 50 repository for model-related information.
A consequence of the design of the PPP is that a hypothetical analysis could 105 use a combination of functions that do not demonstrate the comprehensive 106 nature of the platform -see Figure 1 . for an illustration of the initial release 107 of the PPP. Therefore, to give a sufficient overview of the PPP, we have chosen 108 to describe the functions required in the Isolation with Migration (IM) [12] 109 pipeline we used for analyzing population genomic data from chimpanzees [9].
110
As the demographic history of the chimpanzees have been extensively studied 111 [13, 14, 15, 16], we selected two closely related populations -Central chimpanzees 112 (Pan troglodytes troglodytes) and Western chimpanzees (Pan troglodytes verus)
113
-to demonstrate the effectiveness of the PPP in comparison to similar analyses.
114
In particular, we wished to explore the divergence of the two populations by 115 estimating their population sizes, migration rates, and divergence time using 
